The introduction of Zika virus (ZIKV) to the Americas caused an unprecedented epidemic with over half a million suspected cases in over forty-eight countries reported to the Pan-American Health Organization to date. Recent phylogenetic studies have proposed that the Asian genotype of ZIKV was introduced into the Americas causing the epidemic, and the most recent ancestor to the American strains originates from a French Polynesian strain circulating in the South Pacific. We evaluated the genetic diversity of ZIKV in the Americas at the population level during the epidemic period using 198 complete genome sequences (including 157 American strains and 41 Asian strains) obtained from GenBank. Our Bayesian maximum clade credibility phylogeny and molecular clock analyses on our dataset confirm that ZIKV was initially introduced into the Americas from the South Pacific but suggest emergence initiated in Haiti prior to Brazil. Analysis of the time of the most recent common ancestor (tMRCA) of the earliest American isolates, including Haiti and Brazil, estimates that this introduction occurred in 2013 (2.011, 4.467 years 95 per cent HPD). The estimated evolutionary rate of the American ZIKV strain compares with other flaviviruses transmitted in the region but on the slower end of the range with a rate of 4.64E-04 nucleotide substitutions per site per year. A preliminary sequence analysis within American isolates did not identify significant mutations or genomic patterns that differentiate viruses isolated from mosquitoes or from humans, or from viruses isolated from different human specimen types including serum, urine, semen, and saliva. Further analyses on sequences and more recent virus isolates will be conducted to provide a better understanding on the evolution and transmission dynamics during early, epidemic, and post-epidemic periods.
